RNA-Seq was performed at high coverage on a total of 18 papillary thyroid cancer tissues and 4 normal thyroids. A total of about 2,2 billion of paired-end reads (75+75 and 100+100), corresponding to ~180Gb (gigabases) were sequenced. Reads' quality was assessed using FastQC (http://www.bioinformatics.babraham.ac.uk/projects/fastqc/) softaware. TopHat2 version 2.0.10 [1] was used to map RNA-Seq reads against a known transcriptome annotation (Ensembl v70) -in a first step -and then against the reference human genome (hg19). The transcriptome-mapping step improves the overall sensitivity and accuracy of reads mapping. Parameters used for the mapping with TopHat2 were: -p 12 -N 2 -g 10 -r 200 -a 15 -m 1 -i 100 --library-type fr-unstranded --fusion-search --segment-mismatches 3 --read-edit-dist 2 --transcriptome-index.

